Experimental methods of the application case:
Cells of P. aeruginosa PA14 were grown as biofilm on sterile membranes with LB medium for five days, harvested by washing and centrifugation, resuspended in buffer and broken by a passage through a french pressure cell in the presence of benzonase for DNA digestion. The membrane proteome was analyzed as described for Listeria monocytogenes before (Wehmhöhner et al., Electrophoresis 2005) . In brief, membranes were isolated by sucrose density centrifugation and two opalescent membrane fractions were separated and analyzed separately. Unspecifically associated proteins were removed with Na carbonate at pH 11, and remaining proteins were digested with trypsin over night. The resulting peptides were separated by reverse phase chromatography and automatically sequenced by tandem mass spectrometry on a QTOF instrument (Waters). In total, 796 unique proteins were identified unambiguously as part of both investigated fractions by searching the peptide fragmentation patterns against a Pseudomonas genome database with MASCOT (version 2.1). This list of identifiers was submitted to ProdoNet and queried against the available PAO1 data. The resulting 567 matches (see table below) were then visualized and analysed.
Dataset of the application case:
Locus Tag Short Name Protein Name PA2012 
